. The anatomy of cerebellar circuits is grossly intact in mdx mice. A. The total number of Purkinje cells (PC) in the whole mdx cerebellum (Cb) does not differ statistically from the number of Purkinje cells (PC) in the whole control cerebellum (counted in all lobules/per sagittal section; Control = 569.2 ± 32.7, mdx= 578.7 ± 6.7, two-tailed Student's t-tests, N = 3 animals per genotype, n = 3-8 sections per animal, t(4) = -0.286, p = 0.79). B-D. The total number of Purkinje cells (PC) in the mdx cerebellum does not differ from that of controls when analyzed by zone (Control = 256.0 ± 12.9 (anterior), 169. ± 7.4 (central), 143.8 ± 14.3 (posterior/nodular), mdx= 260.6 ± 3.6 (anterior), 181. ± 5.1 (central), 136.7 ± 2.3 (posterior/nodular), two-tailed Student's ttests, N = 3 animals per genotype, n = 3-8 sections per animal; t(4) = -0.340, p = 0.75, t(4) = -1.345, p = 0.25, t(4) = 0.489, p = 0.65, respectively). E-F. The fastigial (FN) and interposed (IN) nuclear densities (no = number) are comparable between the genotypes (Control = 17.36 ± 1.61 (FN), 36.11 ± 3.12 (IN), mdx = 21.26 ± 1.20 (FN), 33.19 ± 1.14 (IN), two-tailed Student's t-tests, N = 3 animals per genotype, n = 3 sections per animal; t(4) = -1.9646, p = 0.12, t(4) = 0.880, p = 0.43, respectively). G-J. The areas of the fastigial (FN) and interposed (IN) cerebellar nuclei are comparable between control and mdx mice (Control = 1,242.5 ± 154.9 µm 2 (FN), 4,051.9 ± 385.4 µm 2 (IN), mdx = 1,483.5 ± 287.7 µm 2 (FN), 3,015.8 ± 567.9 µm 2 (IN), two-tailed Student's t-tests, N = 3 animals per genotype, n = 3 sections per animal, t(4) = -0.737, p = 0.50, t(4) = 1.510, p = 0.21, respectively). The distances of the fastigial and interposed nuclei from bregma are +0.72 mm (FN) and +1.56 mm (IN), respectively. Calbindin staining (green) labels Purkinje cell soma, axons and terminals whereas Nissl (blue) is a general stain for cell nuclei. Scale bar, 50 µm. Table S1 . Post-hoc statistical analyses employed throughout the study. A tabulated version of the data showing the values that were reported for the post-hoc statistical analyses.
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